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Abstract N

Background: Associations between paraoxonase 1 (PON7T) gene polymorphisms and heart diseases (HD) risk remain \

inconsistent. In order to obtain address this issue we performed a meta-analysis to assess the association between the L55M and
Q192R polymorphisms of PONT gene and heart diseases risk.

Methods: Relevant studies were enrolled by searching databases systematically. Odds ratios (ORs) with 95% confidence intervals
(Cls) were used to calculate the strength of association. Subgroup analyses were conducted for diagnostic and ethnicity. The
heterogeneity among each of the studies was calculated by using Cochran Qtest and the inconsistency index (%), and Begg’s funnel
plot and Egger’s tests were performed to evaluate publication bias.

Result: Sixty four studies involving a total of 19,715 cases and 33,397 controls were included in this meta-analysis. We found that
the L55M polymorphism showed a significant association with heart diseases in Europeans (OR 1.44, 95%CI 1.33-1.56) and Asians
(OR 1.18, 95%CI 1.03-1.35). This meta-analysis also showed a protective association of Q192R polymorphism with HD in Asian (OR
0.49, 95%CI 0.37-0.66) and African populations (OR 0.67, 95%CI 0.53-0.84). The 192R allele significantly decreased the risk of
myocardial infarction (OR 0.75, 95%Cl 0.57-0.99) and coronary artery disease (OR 0.91, 95%Cl 0.84-0.98); however, individuals
with 192Q allele had a markedly increased risk of coronary artery disease development (OR 1.38, 95%CI 1.22—1.56).

Conclusion: This study demonstrated that the genetic risk for heart diseases is associated with the PONT gene polymorphisms.
L55M polymorphism is a risk factor and Q192R polymorphism is protective in certain populations. It is worth noting that the 192Q
allele may be a risk factor to develop coronary artery disease.

Abbreviations: CAD = coronary artery disease, CHD = coronary heart disease, GRADE = grading of recommendations
assessment, development and evaluation, HD = heart diseases, HWE = Hardy-Weinberg equilibrium, Ml = myocardial infarction,

\

NOS = Newcastle-Ottawa Scale, PON1 = paraoxonase 1.
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1. Introduction

Obesity, diabetes, hypertension, alcohol, and genetic factors have
an effect in the cause of heart diseases. Heart diseases (HD) such
as coronary heart disease (CHD), coronary artery disease (CAD),
and myocardial infarction (MI) are leading causes of morbidity
and mortality globally.*! To date, a low plasma concentration
of high density lipoprotein (HDL) is one of the strongest risk
factors for heart disease. The antioxidant activity of HDL is
largely due to the paraoxonase (PON) which has the ability to
metabolize lipid peroxides.**! The PON1 gene in humans is
located on the long arm of chromosome 7 between q21.3 and
q22.1.5¢1 PON1 is a calcium-dependent antioxidant glycopro-
tein with a molecular mass of 43kDa and is found in serum as a
component of the HDL. PON1 hydrolyzes organophosphate
insecticides and is responsible for determining the toxicity of
these compounds in mammals.”*PON1 has two polymor-
phisms in the coding region: LSSM (163T>A) that results in a
substitution from leucine (L) to methionine (M) at codon 55, and
Q192R (575A>G) polymorphism that results in a substitution
from glutamine (Q) to arginine (R) at position 192. The —192
position polymorphism is the major determinant of the PON1
activity, however, the —55 position polymorphism also modu-
lates its activity.”) Numerous case-control studies have been
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Results of meta-analysis for PON1 polymorphisms and risk of
heart diseases by sub-groups.

Genetic model Group  OR (95% Cl) Cochran Q test P (%) Egger’s test
L55M
Allelic 1.01 (0.96-1.08) 0.095 27 0.175
Homozygote 0.98 (0.87-1.11) 0.197 18 0.986
Heterozygote HD  1.02 (0.95-1.09) 0.407 3 0.242
Dominant 0.99 (0.88-1.11) 0.297 11 0.721
Recessive 1.04 (0.97-1.13) 0.077 28 0.091
Allelic 1.03 (0.92-1.15) 0.966 0 0.698
Homozygote 1.05 (0.82-1.34) 0.769 0 0.404
Heterozygote CHD  1.04 (0.89-1.22) 0.579 0 0.095
Dominant 1.02 (0.81-1.29) 0.466 0 0.256
Recessive 1.05 (0.90-1.22) 0.844 0 0.075
Allelic 1.01 (0.92-1.11) 0.807 37 0.514
Homozygote 0.96 (0.78-1.18) 0.131 31 0.708
Heterozygote CAD  1.03 (0.94-1.12 0.688 0 0.103
Dominant 0.96 (0.82-1.11) 0.413 2 0.495
Recessive 1.10 (0.97-1.23) 0.068 0 0.060
Allelic 1.00 (0.92-1.09) 0.806 0 0.100
Homozygote 0.92 (0.75-1.13) 0.965 0 0.417
Heterozygote Ml 1.03 (0.87-1.21) 0.162 33 0.383
Dominant 0.99 (0.85-1.17) 0.891 0 0.889
Recessive 1.02 (0.89-1.16) 0.328 12 0.238
Allelic 0.99 (0.92-1.09) 0.162 28 0.111
Homozygote 1.20 (0.93-1.54) 0.122 0 0.106
Heterozygote ~ European 0.99 (0.84-1.18) 0.532 32 0.255
Dominant 0.98 (0.90-1.07) 0.105 0 0.232
Recessive 1.44 (1.33-1.56) 0.666 0 0.274
Allelic 1.18 (1.03-1.35) 0.929 0 0.577
Homozygote 1.33 (0.85-2.07) 0.984 0 0.159
Heterozygote Asian  1.20 (1.02—1.41) 0.881 0 0.859
Dominant 1.23 (0.79-1.89) 0.987 0 0.226
Recessive 1.21 (1.03-1.41) 0.880 0 0.942
Allelic 0.81 (0.62—1.06) 0.136 27 0.853
Homozygote 0.51 (0.26-1.01) 0.151 31 0.175
Heterozygote African  0.91 (0.64-1.29) 0.881 16 0.491
Dominant 0.57 (0.32-1.01) 0.237 29 0.088
Recessive 0.83 (0.58-1.19) 0.116 0 0.900
Allelic 1.03 (0.93-1.14) 0.505 0 0.079
Homozygote 1.01 (0.81-1.26) 0.457 0 0.825
Heterozygote ~ American 1.01 (0.82—1.25) 0.231 30 0.877
Dominant 1.05 (0.89-1.24) 0.891 0 0.695
Recessive 1.03 (0.85-1.25) 0.244 27 0.768
Q192R
Allelic 0.96 (0.83-1.02) 0.103 11 0.182
Homozygote 0.92 (0.84-1.01) 0.271 10 0.209
Heterozygote HD  0.99 (0.93-1.05) 0.206 14 0.064
Dominant 0.92 (0.84-1.00) 0.064 24 0.055
Recessive 0.96 (0.91-1.02) 0.196 15 0.129
Allelic 0.97 (0.91-1.03) 0.535 0 0.944
Homozygote 0.85 (0.71-1.02) 0.138 32 0.653
Heterozygote CHD  0.97 (0.85-1.11) 0.182 29 0.462
Dominant 0.93 (0.83-1.04) 0.352 0 0.820
Recessive 0.98 (0.90-1.07) 0.421 0 0.701
Allelic 0.91 (0.84-0.98) 0.272 15 0.023
Homozygote 0.73 (0.60-0.88) 0.119 25 0.293
Heterozygote CAD  0.98 (0.89-1.09) 0.231 16 0.011
Dominant 1.38 (1.22—1.56) 0.775 0 0.228
Recessive 0.88 (0.79-0.99) 0.173 23 0.045
Allelic 0.93 (0.86—1.00) 0.151 25 0.520
Homozygote 0.75 (0.57-0.99) 0.053 46 0.709
Heterozygote Ml 0.92 (0.82-1.04) 0.090 38 0.420
Dominant 0.70 (0.50-0.99) 0.140 37 0.485
Recessive 0.85 (0.75-0.97) 0.108 37 0.075
(continued)
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(continued).

Genetic model Group  OR (95% Cl) Cochran Q test F (%) Egger’s test
Allelic 1.01 (0.95-1.07) 0.401 0 0.814
Homozygote 0.98 (0.83-1.15) 0.062 30 0.723
Heterozygote ~ European 1.04 (0.96—1.14) 0.188 20 0.382
Dominant 0.94 (0.83-1.07) 0.415 0 0.940
Recessive 1.03 (0.95-1.13) 0.078 25 0.582
Allelic 0.74 (0.67-0.83) 0.306 14 0.701
Homozygote 0.48 (0.35-0.65) 0.079 39 0.106
Heterozygote Asian  0.49 (0.37-0.66) 0.136 36 0.267
Dominant 0.66 (0.53-0.82) 0.120 33 0.588
Recessive 0.69 (0.57-0.84) 0.150 31 0.179
Allelic 0.67 (0.53-0.84) 0.320 14 0.182
Homozygote 0.51 (0.29-0.90) 0.953 0 0.317
Heterozygote African  0.76 (0.49-1.18) 0.091 23 0.085
Dominant 0.45 (0.30-0.68) 0.419 0 0.074
Recessive 0.72 (0.52-1.00) 0.252 25 0.025
Allelic 0.98 (0.91-1.06) 0.306 15 0.649
Homozygote 1.02 (0.84-1.24) 0.253 22 0.152
Heterozygote ~ American 0.93 (0.81-1.08) 0.067 40 0.478
Dominant 1.03 (0.85-1.25) 0.077 40 0.213
Recessive 0.95 (0.84-1.08) 0.122 38 0.753

CAD =coronary artery disease, CHD=coronary heart disease, Cl=confidence interval, HD =heart
disease, Ml=myocardial infarction, OR=odds ratio, PON7=paraoxonase 1.

using a stepwise, structural methodology (Table 1). Any
discrepancies were resolved as described above.

2.4. Statistical analysis

The genotype frequencies of the polymorphism among the cases
and controls of all of the included studies were assessed under
the Hardy—Weinberg equilibrium (HWE) using the chi-squared
goodness-of-fit test (Table 1). Odds ratios (ORs) with 95%
confidence interval (CI) were calculated to assess the intensity of the
association between the PON1 L55M and Q192R polymorphisms
and heart diseases. We assessed the association between the
polymorphisms and HD using five genetic models: allelic model (A
vs. G), homozygote model (AA vs. GG), heterozygote model (AG
vs. GG), dominant model (AA/AG vs. GG), and recessive model
(AA vs. AG/GG). The heterogeneity among studies was appraised
by the Cochran Q test and the inconsistency index (I%); if O test was
significant (P<0.05) or the I* test exhibited >50% (which
indicates significant heterogeneity), then the random-effect model
was conducted or else the fixed-effects model was used. Subgroup
analyses were further performed according to primary outcome
(CHD, CAD, and MI) and to ethnicity (European, Asian, African,
and American). In order to evaluate the influence of single studies
on the overall estimate, a sensitivity analysis was performed.
Finally, we constructed funnel plots and performed Egger’s test for
publication bias by inspecting the symmetry of funnel plots.
Publication bias was considered present with P<0.05. All
statistical analyses were conducted using the Comprehensive
meta-analysis software (Comprehensive Meta Analysis software
Version 2, Biostat Inc., NJ, United States).

3. Results

3.1. Literature search and study characteristics

Through a literature searching, our search yielded 308 published
studies, of which 206 studies were excluded as they did not
investigate the association of PONI polymorphism with heart
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diseases. After the subsequent reviewing of the remaining 80
articles, 16 not case-control studies were also excluded. Therefore,
only 64 studies qualifying our strict selection criteria were involved
in this meta-analysis.>*”7°1 We established a database of the
extracted information from each eligible article (Table 1).

3.2. Association of L55M polymorphism and the risk
of heart diseases

The association between L55M polymorphism and the risk to
heart diseases was analyzed in 30 studies involving 9838 HD

Medicine

patients and 11,732 healthy controls; there was no statistical
evidence of association between the L55M polymorphism and an
overall risk of heart disease (Table 2). In the sub-group analysis
stratified by diagnostic, no association among this polymorphism
and CHD, CAD, or MI was observed in all genetic models
(Table 2). When performing a meta-analysis by ethnicity, higher
risk was detected in European (recessive model: OR 1.44, 95%CI
1.33-1.56) and Asian populations (allelic model: OR 1.18, 95%
CI 1.03-1.35; heterozygote model: OR 1.20, 95%CI 1.02-1.41;
and recessive model: OR 1.21, 95%CI 1.03-1.41), but not in
African or Mexican populations (Figs. 1 and 2; Table 2).

Study name Statistics for each study Odds ratio and 95% CI
Odds Lower Unoer
ratio limit limit ZValue p-Value
Hasselwander, 0. (1999) 1.000 0.725 1.379 0.000 1.000 ~
Ayub, A, (1999) 1469 0,608 2671 1.261 0.207 == 0.0
Heijmans, B. T. (2000) 1.064 0.840 1349 0516 0,606 + ‘
Mackness, B. (2001) 1.030 0.824 1.287 0.260 0.795 T 5
Arca, M. (2002) 0875 0.682 1122 -1.053 0.292 + 01 o, 48\
Feré, N. (2002) 1.000 0.760 1.316 0.000 1.000 i § ‘ 1)
Robertson, K. S. (2003) 0976 0.774 1.230 -0.205 0.837 b o
Tobin, M. D. (2004) 0945 0.791 1128 -0.628 0.530 + o 02
Martinelli, N. (2005) 1.081 0.880 1.326 0.741 0459 * 3 ‘
Blatter Garin M. C. (2006) ~ 0.774 0613 0.976 -2.165 0.030 r §
Troughton, J. A. (2008) 1.095 0.867 1.383 0.764 0.445 * o 03
Birjmehun, R. S. (2009) 0951 0.852 1.061 -0.900 0.368 ¥ ‘
Kaman, D. (2009) 1569 1.116 2205 2592 0.010 =+
0.999 0.927 1077 -0.018 0.986 ? 04 S
0.01 0.1 1 10 100 20 45 40 05 00 05 10 15 20
A D Log odds ratio
Study name Statistics for each study Odds ratio and 95% Cl
Odds Lower Unoer
ratio limit limit ZValue p-Value
Hasselwander, O. (1999) 1.293 0.606 2.760 0.665 0.506 =T+
Ayub, A, (1999) 1.324 0.349 5019 0412 0.680 —T— 0.0
Heijmans, B. T. (2000) 1.218 0.715 2075 0727 0.467 -
Mackness, B. (2001) 0.905 0533 159 0367 0713 -
Arca, M. (2002) 0.718 0418 1234 -1.198 0231 i 02
Ferré, N. (2002) 1149 0651 2028 0478 0632 = N
Robertson, K. S. (2003) 0.862 0530 1400 -0.601 0.548 - ‘u-i
Tobin, M. D. (2004) 0.831 0573 1.207 0970 0332 = v 04
Martinelli, N. (2005) 1.270 0.825 1954 1.086 0.278 i "'F
Blatter Garin M. C. (2006) ~ 0.558 0.329 0945 -2.189 0.030 by E |
Troughton, J. A. (2008) 1.207 0729 1998 0730 0.465 = o 06
Birjmohun, R. S. (2009) 0.917 0724 1.160 0724 0469 T
Kaman, D. (2009) 2513 1.252 5.044 2502 0.010 — y
0.998 0.843 1.182 0.018 0.986 08 =
0.m 01 1 10 100 20 45 40 05 00 05 10 15 20
B E Log odds ratio
Study name Statistics for each study 0dds ratio and 95% Cl
Odds Lower Unper
ratio limit limit Z:-Value p-Value
Hasselwander, 0. (1999)  1.270 0.820 1.967 1.070 0.285 —+
Ayub, A. (1999) 2.969 1.347 6.545 2699 0.007 —r
Heijmans, B. T. (2000) 1.492 1.087 2047 2475 0.013 -+ -
Mackness, B. (2001) 1,655 1.226 2233 3294 0.001 il '
Arca, M. (2002) 1.389 1.009 1913 2012 0.044 -+ q
Ferré, N. (2002) 1172 0.802 1.2 0.820 0412 = [A] 5
Robertson, K. S. (2003) 1.661 1.219 2285 kil 0.001 -+ bo\
Tobin, M. D. (2004) 1459 1.150 1.851 3107 0.002 - § 02
Martinelli, N. (2005) 134 1.004 1773 1.986 0.047 + E 5
Blatter GarinM. C. (2006)  1.158 0.856 1.568 0.952 0.341 + 3
Troughton, J. A. (2008) 1.663 1.224 2260 3.253 0.001 -+ £ 03
(zkok, E. (2008) 1.304 0759 2239 0.962 0.336 B §
Birjmahun, R. S. (2009) 1.404 1211 1.627 4.507 0.000 + o 04
Kaman, D. (2009) 1,944 1.195 3.162 2.676 0.007 —r /
Aydin, M. (2009) 1471 0.937 239 1.680 0.093 T
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C F Loa odds ratio

Figure 1. Results of analysis in European population for L55M polymorphism. A, B, and C showing the forest plot for genetic models: allelic, homozygote, and
recessive, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned.
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3.3. Association of Q192R polymorphism and the risk

of heart diseases

A total of 64 studies with 19,715 patients and 33,397 controls were
eligible for the pooled analysis of Q192R polymorphism. Overall,
no significant association was found between the PON1 gene
Q192R polymorphism and heart diseases risk. The main results of
meta-analysis are shown in Table 2. However, in the stratification
analysis by diagnostic type, a significantly decreased risk of CAD
(allelic model: OR 0.91, 95%CI 0.84-0.98; homozygote model:
OR 0.73, 95%CI 0.60-0.88; and recessive model: OR 0.88, 95%
CI 0.79-0.99) and MI (homozygote model: OR 0.75, 95%CI
0.57-0.99; dominant model: OR 0.70, 95%CI 0.50-0.99; and
recessive model: OR 0.85, 95%CI0.75-0.97) was identified (Figs.
3 and 4; Table 2). Moreover, in coronary artery diseases, subjects
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with a Q allele had a markedly increased risk of developing the
disease (dominant model: OR 1.38, 95%CI 1.22-1.56). No
association was observed in CHD population (Fig. 3; Table 2).Ina
stratified analysis by specific ethnicity, the Q192R polymorphism
had a protective effect under all genetic models in Asian (allelic
model: OR 0.74,95% C10.67-0.83; homozygote model: OR 0.48,
95%CI 0.35-0.65; heterozygote model: OR 0.49, 95%CI
0.37-0.66; dominant model: OR 0.66, 95%CI 0.53-0.84; and
recessive model: OR 0.69, 95%CI 0.57-0.84) and African
populations under allelic, homozygote and dominant models:
OR0.67,95%CI0.53t00.84; OR 0.51,95%CI0.29 t0 0.90; OR
0.45,95%CI10.30 to 0.68 (Figs. 5 and 6; Table 2). No relationship
was found between the polymorphism and the disease in European
or American populations (Table 2).

Study name Statistics for each study Odds ratio and 95% Cl
Odds Lower Upper 00 _:‘J'
ratio limit limit ZNalue  p-Value ‘ /1)
Zama, T.(1997)  1.284 0.619 2.664 0.671 0.502 e ol 04
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Figure 2. Results of analysis in Asian population for L55M polymorphism. A, B, and C showing the forest plot for genetic models: allelic, heterozygote, and
recessive, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned.



http://www.md-journal.com

Hernandez-Diaz et al. Medicine (2016) 95:44

Medicine
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Figure 3. Results of analysis in CAD population for Q192R polymorphism. A, B, and C showing the forest plot for genetic models: allelic, homozygote, and
dominant, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned. CAD =coronary artery disease.

3.4. Test for heterogeneity and sensitivity analyses

The subgroup analysis revealed no significant heterogeneity
among studies (Table 2). In the sensitivity analyses, the influence
of each study on the pooled OR was checked by excluding 1 study
each time. If the exclusion of any single study did not alter the
significance of the final decision, it suggested that the outcomes

were robust. The corresponding pooled ORs were not materially
altered, confirming that our results were statistically robust.

3.5. Publication bias

Begg’s funnel plots and the Egger test were performed to evaluate
the publication bias of the selected literature. The shape of the
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Figure 4. Results of analysis in MI population for Q192R polymorphism. A, B, and C showing the forest plot for genetic models: homozygote, dominant, and
recessive, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned. MI=myocardial infarction.

funnel plot appeared to be symmetric (Figs. 1-6). The Egger test
was then used to statistically assess funnel plot symmetry
(Table 2). The results suggested no significant publication bias in
all pooled studies.

4. Discussion

An increased lipid peroxidation is associated with a progression
of heart diseases; however, the high-density lipoproteins (HDL)
play an important role in protecting against these diseases due to
their antioxidant properties. The main antioxidant enzyme
carried by HDL particles is PON1.*7! The gene encoding human
PONT has been cloned and sequenced; then several polymor-
phisms in its sequence have been identified. Specifically, L55M
and Q192R polymorphisms have been associated with changes in
protection against lipid peroxidation and with an altered risk of

heart diseases."”! Due to the above mentioned, PONT can be
recognized as a heart disease susceptibility gene. In this study,
64 studies that had studied the correlation between PONI
polymorphisms and heart diseases were collected and the effect of
the variability on heart disease risk was analyzed by meta-
analysis which is a useful tool to obtain clear and reliable results,
very important in clinical and medical areas.”"”?! Our study
systematically assessed the association between the L55M/
Q192R polymorphisms of PON1 gene and heart diseases risk
in detail, based on a large sample (19,715 cases and 33,397
controls) and different gene contrast models, in the whole
population as well as various subgroups. These features make this
a more complete meta-analysis that previously published
studies.!>®”3! Moreover, other strength of our study is the
quality of included studies which was evaluated by the NOS and
GRADE scales and the results verified by the sensitivity analyses.
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Figure 5. Results of analysis in Asian population for Q192R polymorphism. A, B, and C showing the forest plot for genetic models: allelic, heterozygote, and
recessive, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned.

Overall, we found that the PON1 L55M variant genotype was
significantly associated with heart diseases risk based on random
effect model in European and Asian populations, which is
consistent with the results of Kaman et al, ®'! Aydin et al,*3!
Agrawal et al’®) and Zama et al®\. On the other hand, when
analyzed by subgroups (different diagnoses) no strong associa-
tion was observed; possible explanations may be: the studied
populations had different dietary habits and lifestyle, and the age
and gender of the patients could also influence the studies.
Furthermore, several studies support these findings, showing that
PON1 L55M polymorphism is not a predictor of CAD or
MII17:18]

For the Q192R polymorphism, our meta-analysis demonstrat-
ed that individuals with the R allele have lower risk of suffering
MI and CAD. Our findings are consistent with the previous
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results reported by Tobin et al'**! and Sanghera et al'”!. However,
our analysis also showed that the Q allele is a risk allele for
developing coronary artery disease. It can be argued that the Q
allele may cause HDL-deficiency and therefore a low PON1
activity, reflecting a coexistent oxidative stress. Furthermore, it is
known that HDL-deficiency states can increase the risk of MLI®!
In the subgroup analysis performed by ethnicity, the results
showed that PON1 Q192R polymorphism is associated with a
low risk of heart diseases in Asian and African populations, but
not among Europeans and Americans, implicating that ethnicity
differences play an important role in the polymorphism effects.
This single nucleotide polymorphism (SNP) could modify the
oxidative function of lipoproteins and may play a role in heart
diseases via a protective effect against lipoprotein oxidation.'!!
Also, this SNP is more frequent in Asian populations (between
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Figure 6. Results of analysis in African population for Q192R polymorphism. A, B, and C showing the forest plot for genetic models: allelic, homozygote and
dominant, respectively; D, E, and F showing the funnel plot of publication biases with the genetic models above mentioned.

0.30 and 0.59);"”1 while several studies have showed a no
association of this polymorphism in others ethnicity groups.!'*31:60!

In interpreting the results, an important limitation of our study
should be considered. It would have been valuable to stratify the
results according to interactions among gene-gene and gene—-
environment, though this was not possible, as the original data
sets were not available. Despite this limitation, our meta-analyses
also have some advantages: firstly, we included more studies than
any previously published meta-analysis on the association
between PON1 polymorphism and heart diseases risk and
secondly, we investigated two different PON1 polymorphisms.
In, summary, we performed a comprehensive analysis indicating
that the genetic susceptibility for heart diseases is associated with
PON1 L55M polymorphism in European and Asian popula-
tions. As for the Q192R polymorphism, the R allele is involved in
protection against heart diseases in Asian and African popula-
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tions (specifically for coronary artery diseases and myocardial
infarction). However, the Q allele may be a risk factor to develop
CAD. Additionally, more well-studied association studies are
needed to provide powerful evidence to the conclusions.
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